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Abstract Excepting some specific efforts, most of the
mainstream debate around the Americas’ settlement has
been directed by specialists dealing with partial evidence.
Thus, discussions have been confined to particular academ-
ic and scientific environments with limited interchange
among archeologists, physical anthropologists, linguists,
geneticists, geologists, paleontologists, and so on. As a
consequence, integrative views about a process that is
complex by definition have been scarce and driven by
confrontation rather than by a search for common results.
Still, an increasing number of specialists are attempting to
integrate different types of data. In our view, a proper way
to do this is to focus the discussion around evolutionary or
cultural processes and the putative patterns that such
processes could have generated in the different types of
data, which in turn, depend on the nature of the data. In this
way, the analyses and conclusions can be interpreted as
“model-bound” rather than purely inferential. In this paper,
we first provide a brief summary of main differences
among the two main sources of biological information—
genetics and craniofacial size and shape—along with the
main conclusions that the patterns of genetic and craniofa-
cial variation provide. Furthermore, we exemplify the
above-mentioned notion by discussing two particular
processes and their hypothetical impact on genetic and
craniofacial data: the influence of bottlenecks during the
early dispersal and a putative zone of gene flow among
Asian and American Circum-Arctic populations.
Keywords Bottlenecks . Arctic gene flow . Skull shape .
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Native Americans
Humans have always been curious about their origins back
before the rise of civilization. However, only with the
advent of science were widely accepted methods estab-
lished in order to answer many issues regarding our own
history. Archeology and paleontology have long offered
theoretical tools and empirical evidence to support research
on modern Homo sapiens origins and its extraordinary out-
of-Africa expansion and adaptive radiation to previously
unoccupied continents (Collard et al. 2007; Foley and Lahr
2003; Lahr 1996; Rightmire et al. 2007; Stringer et al.
1995). This scenario, however, experienced a major
revolution in the past century with the emergence of
genetics and more recently, of molecular biology, because
both disciplines have brought new tools to uncover the
unregistered past of human populations (see recent exam-
ples in Blum and Jakobsson 2010; Rasmussen et al. 2010;
Ray et al. 2009). Additionally, population and quantitative
genetics provide a formal, proper framework to make
inferences around the four central concepts of Darwinian
thought (multiplication, heredity, variation, and competition
by natural selection) and further concepts emphasized by
modern evolutionary theory as well (stochastic factors,
epigenesis, genomics, evolutionary development, gene–
culture coevolution, etc.). To sum up, a highly stimulating
set of disciplines contributes to depicting the patterns of
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human variation and to inferring the processes that gave
rise to these observed patterns. As expected, contradiction
among disciplines is frequent, albeit necessary and enlight-
ening in many instances.
The high levels of between-group biological and cultural
variation observable in Native American populations in
general are counterintuitive, considering the relatively
recent timing of occupation. However, as the particularities
of the settlement process are investigated and new evidence
is gathered, a clearer picture depicting a complex succes-
sion of historical and structural evolutionary events
emerges. This confers the opportunity to see the Americas
as a kind of “natural laboratory” carrying its own biological
and cultural signatures. As we explain below, these
processes cannot be analyzed other than in the light of
evolutionary concepts. Also, it is important to place the
issue of Native Americans’ origins and dispersal in a
broader scenario involving human expansion from East
Asia to Beringia, from Beringia to North America, and
from North America to South America.
We have structured our paper around three interconnected
topics that help us to discuss critical points regarding the
biological aspects of the dispersal process. First, we will deal
with the nature of biological evidence used to infer past
processes. Particularly, we focus on neutral genetic markers
and skull (also called craniofacial) size and shape traits and
their relative advantages and disadvantages as tools to
reconstruct past processes; and we provide a brief summary
of the state of the art for each marker. Second, we will discuss
the importance of bottlenecks, which are important stochastic
non-recurrent events promoted by climatic, geographic, and
other environmental changes that probably reduced genetic
and phenotypic variations in the populations during their
dispersal across the continent. Third, we will speculate about
the dynamic of population movements and contacts across
Circum-Arctic regions of northern North America and Asia,
and the importance of such dynamics to understanding
observed genetic and phenotypic variation patterns in Native
Americans. Finally, we conclude with some thoughts about
possible avenues of research on the Americas’ settlement.
Genetic and Craniofacial Traits: Evidences,
Advantages, and Disadvantages
Since most, if not all, microevolutionary events like range
expansions, local migrations, and bottlenecks leave signals
on within- and between-population variability, neutral
markers are optimal for inferring processes whose recon-
struction must reflect historical patterns rather than adapta-
tion to local environments that can potentially confuse the
historical signal. However, such inference is not free of
problems: it is tied to parameter estimations that on many
occasions support dramatically different scenarios. Conse-
quently, non-neutral characters like craniofacial size and
shape, even though their variation patterns can in some
cases respond to adaptation by natural selection, are useful
in order to complement and reinforce the general picture
(Betti et al. 2009a, b; Blum and Jakobsson 2010; González-
José et al. 2002; Manica et al. 2007; Relethford 1994, 2001;
Roseman and Weaver 2007). In addition, the analysis of
ancient skulls provides direct biological evidence of past
populations, thus circumventing the pitfalls intrinsic to any
inferential approach (González-José et al. 2005b; Neves et
al. 2005). In other words, both kinds of evidence should be
considered as mutually complementary: Neutral genetic
markers provide high-quality information about (phylo)
genetic relatedness susceptible to the biases inherent in any
inference of past processes based upon the analysis of
modern variation. Conversely (and complementarily), mor-
phological traits provide noisy phylogenetic signals but
direct, manageable information about ancient populations.
This reciprocal illumination forces the development of
parallel but relevant avenues of research. In the case of the
inferential approach based on neutral markers, simulation
studies are of central importance in order to weigh the
relative importance of the parameters under study during
the simulation of particular evolutionary scenarios (Polly
2004). Regarding the use of craniofacial features, research
focused on recovering past history will benefit from the
detection and measurement of selective pressures and
plastic responses that potentially affect the diversity of
non-neutral markers. In this context, the combination of
the modern Evo-Devo approach to complex phenotypes
(Hallgrímsson and Lieberman 2008; Hallgrímsson et al.
2007) and the exploration of the relative role of drift versus
selection driven by climate (Betti et al. 2009a; Harvati and
Weaver 2006; Roseman 2004) will enhance our knowledge
of the signal that past processes leave on ancient and
modern skulls.
In the following, we provide a brief summary of current
evidence regarding genetic and craniofacial traits that is of
interest in the framework of the Americas’ settlement.
Uniparental Genetic Markers
Most of the recent advances in the genetic reconstruction of
the peopling of the Americas are based on the analysis of
uniparental genetic systems mainly represented by mito-
chondrial DNA (mtDNA, particularly the first hypervari-
able region or HVS-I), which has an exclusively maternal
inheritance, and the Y-chromosome with exclusively pater-
nal inheritance. The intergenerational passage of unmodi-
fied mtDNA genomes and the non-recombinant portion
(NRY) of the Y-chromosome over generations means that
all lineages present in modern populations should have
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descended from a single strain that was part of a specific
ancestral gene pool.
Early analyses of the HVS-I reveal that the majority of
contemporary Native Americans had five distinct mitochon-
drial lineages (or haplogroups), named A, B, C, D, and X
(Schurr and Sherry 2004). Each haplogroup has a sequence
of specific mutations that identify it (Table 1). Above and
beyond the support to the theory of Asian origin of the first
Americans that these data provide, the presence of A, B, C,
D, and X was interpreted by some scholars as supporting a
hypothesis of multiple migrations to the New World (Horai
et al. 1993; Torroni et al. 1992). However, this view was
gradually disregarded because of new investigations based
on larger samples and more sophisticated approaches, which
gave more support to a single-migration scenario (Bonatto
and Salzano 1997a,b; Merriwether et al. 1995; Stone and
Stoneking 1998).
Studies involving markers in the non-recombinant Y-
chromosome portion make a perfect combination with
those based on mtDNA, since they reveal demographic
and evolutionary histories mediated through a male
perspective. The phylogenetic tree of Y-chromosome
haplogroups, or paternal lineages, is constituted by the
combination of binary alleles recognized as unique-event
polymorphisms or single-nucleotide polymorphisms
(SNPs). However, since the beginning of the mid-1990s,
progress of knowledge in this field has been slow due to
difficulties in finding good Y-chromosome population—or
at least group-specific—markers (Jobling and Tyler-Smith
1995). This problem is being circumvented thanks to a
combination of efforts from various research groups. In the
last paper of the Y-Chromosome Consortium team (Karafet
et al. 2008), reveals the most recent level of resolution
achieved. The tree now uses a hierarchical naming system
adopted in 2002 in order to standardize the nomenclature
(The Y-Chromosome Consortium 2002). Additionally, the
combination of SNP information along with microsatellite
data, whose mutation rate is much faster, offers valuable
insights into human population evolutionary and demo-
graphic histories. But how has the Y-chromosome
data helped unravel questions related to settlement of
the Americas? The discovery of a single founder Y-
chromosome (Pena et al. 1995; Underhill et al. 1996) first
suggested that migrants would have come in a single wave
of migration. A C→T mutation at the M3 (DYS199) locus
defines the autochthonous Native American founder hap-
logroup now named Q1a3a (Karafet et al. 2008). It is
present in high frequencies in Native Americans only and
in some few Siberian populations, probably due to reverse
gene flow from Beringia to western Siberia (Bortolini et al.
2003; Karafet et al. 1997a; Lell et al. 1997; Lell et al. 2002;
Santos et al. 2007; Schurr and Sherry 2004; Underhill et al.
1996). Subsequently, the existence of other founder
lineages was postulated (Bortolini et al. 2003; Karafet et
al. 1999; Lell et al. 2002; Ruiz-Linares et al. 1999). For
instance, Y chromosomes bearing a specific C→T mutation
at locus M242, named as Q, were observed initially in
natives of America, Siberia, and Mongolia, an arrangement
identified as the ancestral chromosome of Q1a3a (Bortolini
et al. 2003; Karafet et al. 2008; Seielstad et al. 2003).
Besides that, Siberian and Central Asian undifferentiated Q
chromosomes have also been observed at low frequencies
Table 1 Specific mutations (in bold) at mtDNA HVS-I (between positions 16051 and 16383) defining four major Asian/Native American
mtDNA haplogroups, compared with a reference sequence (European haplogroup H)
Position at mitochondrial genome/mutations Haplogroup Origin
1111111111 11111111111 11111
6666666666 66666666666 66666                             
0011111112 22222222233 33333 
7801467880 11236699911 12226 
5371238399 17394601601 95782
TCCCCGTATT CTCCCCCCCGT GTCCT H European
TCCTCGTATT CTTCCCTCCGT ATCCC A Asian/Native American
TCCTCGTACT CCTCCCTCCGT ATCCT B Asian/Native American
TCCCCGTATT CTTCCCTCCGT ACTCT C Asian/Native American
TCCCCGTATT CTTCCCTCCGT ACCCC D Asian/Native American
Mutations which define sub-lineages of A, B, C, and D haplogroups are found outside the HVS-I region
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in Turkey, India, Pakistan, Korea, Japan, and Oceania (see
revisions in Zhong et al. 2010a, b).
Studies with microsatellites on Q1a3a chromosomes
clearly show the accumulation of new variants associated
with the process of radiation across the American continent
and its probable Beringian origin (Bortolini et al. 2003).
More recently, other Q1a3a sub-lineages, resulting from in
situ differentiation and with a population-/tribe-/region-
specific distribution, have been identified (e.g., Q1a3a1,
Q1a3a2, Q1a3a3, and Q1a3a4; Fig. 1). Moreover, Fig. 1
also shows that only two C3 clade lineages outside the Q
clade should be considered as Native American (C3* and
C3b; Bortolini et al. 2003; Geppert et al. 2010; Karafet et
al. 2008; Zegura et al. 2004).
Our recent studies with 20 Native American populations
tested for 18 SNPs that can identify all currently known
lineages of the Y-chromosome Q clade (Pinhasi R 2009)
indicate a higher number of distinct Asian and/or Beringian
lineages in North America than in South America. Besides
haplogroup Q lineages, Native Americans also present a
low frequency of C3b, found only in North America
(Karafet et al. 2008; Zegura et al. 2004), while the more
ancient C3* was found in Northwestern South America
(Geppert et al. 2010). The presence of more ancient C3* in
Northwestern South America may indicate its existence
in North America nowadays (not detected so far) and/or in
earlier times, since the peopling of South America from the
Beringian source likely occurred by land through North
America (Pinhasi 2009).
As was the case with mtDNA, studies based on the Y-
chromosome have been used to infer the time of entry into
America, mainly using Q1a3a and its sub-lineages. These
estimates provide dates from 9,000 to 22,000 years before
present (YBP) for the initial peopling of the continent
(Bortolini et al. 2003; Santos et al. 2007).
Autosomal Genetic Markers
The potential of human autosomal or biparental markers for
addressing the history of populations has been widely
Fig. 1 Y-chromosome phylogenetic tree considering the Q derived
lineages only. Note: The numbers and letters in the branches indicate
the name of loci where the mutation occurred. Information compiled
from: Pena et al. (1995); Underhill et al. (1996, 1997, 2000, 2001);
Deng et al. (2004); Sengupta et al. (2006); Zhong et al. (2010a);
Karafet et al. (1997, 1999, 2008); Bailliet et al. (2009); Santos et al.
(1995, 1996); Lell et al. (1997, 2002); Rodriguez-Delfin et al. (1997);
Bianchi et al. (1998); Carvalho-Silva et al. (1999); Su et al. (1999);
Vallinoto et al. (1999); Ribeiro-dos-Santos et al. (2001); Tarazona-
Santos et al. (2001); Bortolini et al. (2002, 2003); YCC (2002);
Derenko et al. (2002, 2006); Hammer et al. (2006); Marrero et al.
(2007); Blanco-Vetea et al. (2010); Geppert et al. (2010); Kemp et al.
(2010); Rasmussen et al. (2010); Bisso-Machado et al. (2011); Jota et
al. (2011)
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demonstrated, but few studies using these systems in Native
American populations have been performed. However,
despite the scarcity of data, some biparental marker-based
findings have been crucial in outlining the peopling of the
New World. For example, Schroeder et al. (2009) identified
an allele (9AR) at autosomal locus D9S1120 that is highly
frequent among all Native American populations but absent
from other worldwide populations. According to the
authors, this particular distribution is most consistent with
the hypothesis that all modern Native Americans derive
from a common founding population, in accordance with
the scenario depicted by the more recent uniparental loci
studies.
Up to now, the most extensive research using autosomal
chromosome markers has been that performed by Wang et
al. (2007), comprising 78 populations typed for 678
microsatellite loci, including 29 Native American groups.
Recently, Ray et al. (2009) used this large data set and an
approximate Bayesian computation framework to contrast
three scenarios that summarize the main controversies
concerning the colonization of the continent. The first
scenario considers a single-wave (SW) model, which posits
that all Native American diversity stems from a single
migration event from Asia, without any subsequent gene
flow between the two continents. The second scenario is a
two-wave (2W) model that allows for a second migration
from Asia that would have occurred more recently. Finally,
the third scenario is identical to the SW model but allows
for asymmetric and recurrent gene flow (RGF) between
Asia and the Americas after the initial colonization (Ray et
al. 2009). The authors strongly reject the settlement of the
Americas by a single, discrete, colonization wave from
Asia (SW model), as well as the 2W model, and underline
the importance of gene flow between Asia and America
during the evolution of Native American populations. Thus,
RGF was considered the most parsimonious model to
explain the results. Ray and colleagues also suggest that the
initial settlement very likely occurred between 13,200 and
15,250 YBP, in agreement with the results based on Y-
chromosome and some mtDNA analyses.
In conclusion, the recent genetic analysis using mtDNA,
Y-chromosome, and autosomal markers supports an origin
in Beringia for the common autochthonous Native Amer-
ican genetic lineages. Many other lineages evolved in situ
within America and can be considered to derive from the
former ones. Concomitantly, many typical Asian lineages/
alleles were lost during the Beringia colonization due to
bottlenecks and other drift events (see below). Additionally,
the genetic data also indicate that there is a higher number
of distinct Asian and/or Beringian Y-chromosome (Pinhasi
2009) and mtDNA lineages (Perego et al. 2010) in North
America than in South America. As a result, South
Americans are genetically related to North Americans but
less than North Americans are to Asians (especially
Siberians). Basically, two major causes, not mutually
exclusive, must be involved to explain these findings: (a)
a pronounced founder effect at the beginning of South
America’s colonization via the Panama Isthmus and/or (b)
continuous gene flow between North American and Asian
populations via the Circum-Arctic route after the Beringian
collapse (see below).
Craniofacial Traits
Human populations in general and Native Americans in
particular display high levels of variation in cranial
morphology. It is highly debated whether this diversifica-
tion originated through genetic drift or other neutral
processes or through adaptation by natural selection to
climatic and other environmental factors. Since non-neutral
markers can potentially provide useful information about
biological relationships and affinities among ancient pop-
ulations, the debate around the relative importance of
stochastic versus non-stochastic evolutionary agents is of
crucial importance (González-José et al. 2004; Harvati and
Weaver 2006; Relethford 1994; Roseman and Weaver
2007). Regarding settlement of the New World, the putative
set of adaptations that arose in response to global climate
change corresponding to the Last Glacial Maximum and the
potentially enormous amount of local adaptations that
occurred while the first settlers occupied the virgin environ-
ments of the continent are both events that influenced Asian
and American populations, respectively.
The exploration of large databases using the theoretical
and methodological tools of population and quantitative
genetics has received much attention in recent years. Vast
databases consisting of classical inter-landmark measure-
ments made by Williams W. Howells (Howells 1973;
1989), Tsunehiko Hanihara (Hanihara 1996), and Héctor
Pucciarelli (Pucciarelli et al. 2003, 2006b, 2008) provide
much of the input for several recent analyses. Alternatively,
data consisting of landmark coordinates analyzed using
geometric–morphometric methods are in widespread and
increasing use in the recent literature on human variation
(e.g., (Ackermann 2005; González-José et al. 2008a,b;
Harvati et al. 2004; Harvati and Weaver 2006; Perez et al.
2007, 2009)). These methods provide some advantages
over traditional morphometrics because they preserve the
geometry of the object studied better than traditional
measurements and thus allow for a better analysis of shape;
readily account for size correction; enable the identification
of landmarks where shape differences occur and the relative
levels of difference at each landmark; enable visualization
of the shape changes between specimens in specimen
space; and, perhaps most importantly, enable the quantifi-
cation of some traits that are difficult to measure with
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conventional measurements (Adams et al. 2004; Mitter-
oecker and Gunz 2009; Rohlf and Marcus 1993).
The aim of most of the studies made on the classical
databases is to determine if the patterns of within- and
between-group variability are compatible with evolution
mediated by stochastic factors or by natural selection. As
expected, depending on the type of analysis performed, results
indicate a variable influence of stochastic versus non-
stochastic factors. For instance, the computation of levels of
differentiation (Fst) indicates that craniometric traits behave
much as neutral markers: around 10–15% of variation is
accumulated in differences among populations (Relethford
2001, 2002). The Americas in general (Relethford 2002) and
South America in particular (González-José et al. 2001; Sardi
et al. 2005) display higher levels of variation than expected,
considering their relatively recent occupation.
Analysis of intertrait covariation (rather than absolute
phenotypic differences) indicates a pattern of stability in the
intertrait correlation and covariance structure, probably as
the effect of morphological integration of traits linked by a
common function and/or developmental chronological and
spatial connectivity (González-José et al. 2004). These
levels of morphological integration guarantee a conserva-
tive and coordinated response to environmental pressures.
Maybe, this is why many studies report a high coincidence
among morphological and genetic between-group distances
(González-José et al. 2004; Manica et al. 2007; Roseman
2004). Recently, a group of papers debated the relative
importance of ancient demography and climate in deter-
mining worldwide patterns of within-population cranial
diversity. Overall, these studies suggest that among-
population differences in extant H. sapiens cranial mor-
phology are proportional to among-population differences
in neutral molecular characteristics (Betti et al. 2009a,b;
Manica et al. 2007). For most of the populations studied,
cranial morphology varies among regions in a manner
consistent with neutral expectations. Some authors (Harvati
and Weaver 2006; Roseman and Weaver 2004) state that
there is an excess of differentiation involving Circum-
Arctic populations, thus suggesting that some aspects of
cranial morphology might have evolved as adaptations by
natural selection to coldness of climate. However, this
statement was recently challenged by Betti et al. (2009a),
who use an explicit theoretical and methodological frame-
work to measure the relative influence of climate and
distance from Africa. The authors conclude that distance
from Sub-Saharan Africa is the sole determinant of human
within-phenotypic diversity, showing that neutral processes
have been much more important than climate in shaping the
human cranium.
In summary, evidence collected from trait and intertrait
variations at the within- and between-population levels on
classical databases indicates that neutral processes (genetic
drift) have been much more important than natural selection
driven by climate in shaping patterns of craniofacial
variation. Some papers have also demonstrated that much
of the selective signal comes from groups inhabiting
extremely Circum-Arctic regions.
Quantitative genetics theory demonstrates that within-
group variation in the ancestral population may be an
important source of between-group diversity in descendant
groups (Lande 1979). In this context, the analysis of early
within-population variability is of particular importance in
the light of the South America settlement, since the most
productive ancient site in terms of complete skulls is
located in Lagoa Santa, central Brazil. In other words, the
most confident estimations of ancient biological variability
come from South America, rather than from North
America. The Lagoa Santa series was extensively studied
recently by Neves and coworkers (see a review in Neves
and Hubbe 2005). The resulting studies congruently claim
that the Lagoa Santa (Neves and Hubbe 2005) and other
South American (González-José et al. 2005a; Mena et al.
2003; Neves et al. 1999) ancient samples tend to have low
affinities with modern east Asians and most modern
Amerindians. In a recent paper (González-José et al.
2008a,b), we suggest that the set of craniofacial characters
defining the range of New World phenotypic variation is
already present in its putative ancestor, the late Pleistocene
early members of our species, as well as in their two
immediate sister groups—modern Australians and north-
eastern Asians. In this context, the precursor of the single
ancestral population, whose existence is suggested by
mtDNA or Y-chromosome markers (see above), could well
be a late Pleistocene Asian population inhabiting someplace
in Northeast Asia and showing high degrees of craniofacial
diversity. If craniofacial variation in the ancestral popula-
tion was high enough to accommodate specimens with a
mosaic of characteristics, then the demographic expansion
of this population from Northeast Asia is enough to explain
without serious contradictions both molecular and cranio-
facial data in prehistoric America.
To sum up, it seems that several independent analyses of
classical, massive databases certify the use of craniofacial
phenotypes as a good proxy to infer biological affinities
among past populations, in combination with the advan-
tages of molecular analyses. However, more research is still
needed in order to further refine the information extracted
from skull phenotypes.
The Importance of Bottlenecks in the Settlement
of the Americas
The combined evidence coming from paleoclimatological
records as well as the age of archeological sites in
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Northeastern Asia and Alaska during the terminal Pleisto-
cene suggests that the initial phase of New World
settlement is the expansion of a main Asian stock toward
marginal geographical and climatic areas. Thus, the first
Beringians may have experienced a reduction in its
biological diversity due to expansion to extreme environ-
ments and the concomitant genetic drift due to loss of
contact with the center of Asian human distribution. In this
context, the measurement of the loss of variability caused
by such a putative initial bottleneck is necessary in order to
understand its impact on the ancestral variability of the first
Native Americans.
Between 26,000 and 18,000 YBP, colder global climates
and a concomitant decrease in sea level exposed the large
land mass of Beringia, connecting Siberia with Alaska.
However, ice sheets covering much of Canada interrupted
the southward dispersal of human groups until the late
glacial, around at least 15,000 YBP (Bobrowsky et al.
1990; Dixon 2001). By this epoch, a coastal ice-free
corridor opened, allowing the spread of Beringian popula-
tions to the Americas. Alternatively, a continental ice-free
corridor located to the east of the Canadian Rockies may
have become available toward 14–13,500 YBP. Since the
earliest undisputable remains from Arctic Siberia, docu-
mented for the Yana Rhinoceros Horn Site, are dated
around 32,000 YBP (Pitulko et al. 2004), it is likely that
much of the biological differentiation of the first Americans
was configured by this initial Beringian phase of isolation
and the putative bottleneck plus ulterior expansion during
the dispersal across the ice-free corridors.
The effect of such bottlenecks depends upon the
effective size of the ancestral population, its initial
variation, the duration of the bottleneck, and the nature of
the marker under study. For instance, in terms of genetic
markers, the Beringian population would include many, if
not all, of the Asian lineages derived from its Asian
ancestors. However, during the confinement in Beringia,
mostly modulated by glaciological and climatic conditions,
some of the ancestral Asian lineages were likely lost by
drift. Those that remained would have started their
differentiation by means of accumulated mutations, defin-
ing the founder mtDNA and Y-chromosome lineages, as
well as autosomal private alleles. Notably, Beringia initially
appeared in the literature as a mere passage corridor
connecting Asia and America, but based on South
Amerindian HVS-I sequence variability, Bonatto and
Salzano (1997a, b) suggested that probably the migrants
who had come from Asia remained there long enough for
new genetic variants to arise. This claim is strongly
supported by more recent studies of the complete mito-
chondrial genome, which revealed the presence of indige-
nous mitochondrial sub-haplogroups (A2, B2, C1, D1,
X2a) as well as numerous others derived from them (for
instance, C1b, C1c, C1d; (Perego et al. 2009; Perego et al.
2010)). Therefore, Beringia became not only a transit route
but the region where Asian migrants were isolated for at
least 5,000 years, long enough to allow the origin of these
autochthonous lineages that led to observed differences
between Native Americans and the Asian populations from
which they originated (Fagundes et al. 2008a,b; Perego et
al. 2010; Tamm et al. 2007). These investigations also
attempted to answer another question closely related to the
colonization process: When did the first migrants arrive?
Estimates vary widely, depending on the assumed settlement
scenario and/or methods used. Early research on this topic
based on the HVS-I indicated dates of arrival/differentiation/
expansion ranging from 60,000 to 40,000 YBP (Bonatto and
Salzano 1997a, b; Forster et al. 1996; Horai et al. 1993;
Starikovskaya et al. 2005; Stone and Stoneking 1998;
Torroni et al. 1992). Studies focused on the complete
mitochondrial genome, in turn, indicate that the differentia-
tion of Asian populations who settled and inhabited Beringia
started between 23,000 and 19,000 YBP, along with a strong
population expansion beginning at circa 18,000–15,000 YBP
(Fagundes et al. 2008b; Perego et al. 2010). The archeo-
logical records of Siberia and Beringia, as well as sites in
North and South America, have given further support to
these data (Goebel et al. 2008). Thus, in situ differentiation
gave rise to the mtDNA sub-lineages in North America (e.g.,
C1d1a, C1d1c) and South America (e.g., C1d1b, C1d2).
Concerning craniofacial variation, there is no conclusive
evidence indicating a substantial loss of phenotypic
variation in the passage from Asia to the Americas.
Conversely, Paleoamerican remains seem to represent quite
well the pattern of high diversity and the set of generalized
traits that collectively characterize most of the Late
Pleistocene human skulls (Lahr 1995). It is interesting to
note that this generalized and highly heterogeneous pattern
also characterizes the few but invaluable skulls coming
from Late Pleistocene Asia (Brace et al. 2001; Brown et al.
1999; Cunningham and Wescott 2002; Cunningham and
Jantz 2003; Neves and Pucciarelli 1998).
Regarding the passage through the Isthmus of Panama,
there is no conclusive evidence pointing to a loss of
craniofacial diversity reduction. In fact, many of the ancestral
phenotypic traits observed in the ancient Lagoa Santa sample
are also observed inmodern North (González-José et al. 2003)
and South Amerindian (Pucciarelli et al. 2006a) skulls, thus
indicating an apportionment of variation not driven by a
north–south patterning. The only exception of craniofacial
under-representation in South America is the extreme, highly
derived set of traits observable among Eskimo and Aleutian
populations. Such a simultaneously derived set of traits is
absent in South Amerindians (González-José et al. 2008a;
Howells 1973). However, since there are no intermediate
morphologies among Circum-Arctic and Central American
238 Evo Edu Outreach (2011) 4:232–243
skulls, it is likely that the spread of the highly derived
morphology across Circum-Arctic environments is a circum-
scribed dispersal process operating from Asia to the
Americas (and vice versa?), rather than a loss of variation
in South America due to the passage across the Isthmus of
Panama. To sum up, the patterns of craniofacial variation
observed both in North America and South America do not
indicate a dramatic loss of variability due to the geographical
and paleoenvironmental conditions putatively responsible for
a bottleneck.
This is not necessarily a serious incongruence, with the
genetic markers indicating moderate and successive bottle-
necks during the first occupation of the continent, since
quantitative traits determined by polygenic effects of
several autosomal genes have greater effective population
sizes. Thus, a weaker phenotypic signal of genetic reduction
due to bottlenecks is an expected result rather than a
contradiction among genetic and craniofacial markers.
As presented above, the integration of data from different
grounds looks easier when evidence is discussed around an
evolutionary process, in this case, the bottlenecks and founder
effects that putatively operated during the first occupation of
Beringia and the transit across the Panama Isthmus.
Circum-Arctic Contact: A Hybrid Zone?
Many discussions around the settlement of the Americas
depart from the assumption that after the formation of the
Bering Strait, the Asian and American stocks remained
completely and permanently separated. However, there is
no conclusive evidence demonstrating that Circum-Arctic
populations, adapted to the cold climates and coastal
resources characterizing the coastline of Beringia, differen-
tiated into two independent stocks after the formation of the
Bering Strait, as evidenced by genetic data. For instance,
recent genetic evidence from studies with modern (Volodko
et al. 2008) and ancient (Gilbert et al. 2008; Rasmussen et
al. 2010) Circum-Arctic mtDNA genomes suggests com-
plex processes involving successive settlement and reset-
tlement of Beringian areas. Based on the genome sequence
of a Paleo-Eskimo from Greenland obtained from circa
4,000-year-old permafrost, Rasmussen et al. (2010) provide
evidence for a migration from Siberia into the New World
some 5,500 years ago, independent of the migration giving
rise to the modern Native Americans and Inuit. The authors
conclude that perhaps the group that once crossed the
Bering Strait did this independently from the ancestors of
present-day Native Americans and Inuit and that this group
shares ancestry with Arctic Northeast Asians, the genetic
structure components of which can be identified in many of
the present-day people on both sides of the Bering Sea
(Rasmussen et al. 2010). Concerning the Y-chromosome,
Pinhasi (2009) revealed the presence of Q1a* in present-
day Siberian Eskimo samples. This Y-chromosome is the
same as was found by Rasmussen and colleagues in the
circa 4,000-year-old permafrost-preserved Paleo-Eskimo
from Greenland (Rasmussen et al. 2010). This result
reinforces the view of one identity, by common origin
and/or recurrent gene flow, of the members of the distinct
Eskimo groups.
Patterns of distribution of craniofacial traits, on the other
hand, indicate that there is a set of highly derived
craniofacial traits which evolved after the initial settlement
of the Americas and that later dispersed across the
Northeastern rim of Asia and the northern Arctic environ-
ments of North America. These traits include high and flat
faces in the transverse plane, especially in the nasal and
zygomaxillary regions (Howells 1973). Among New World
populations, only the Circum-Arctic groups share with the
Northeastern Asians their extreme degree of frontoorbital
and zygomaxillary flatness (González-José et al. 2008a;
Hanihara 2000). From a cladistic point of view, it may be
possible to regard Circum-Arctic groups as having special-
ized craniofacial features because of their considerably flat
faces without a deep infraglabellar notch and prognathism
characterizing the generalized morphology of Late Pleisto-
cene skulls (Hanihara 2000; Lahr 1996). The degree of
expression and the frequency of these traits increase as one
moves northward. This clinal distribution, which is clearer
in Asia, suggests that at least some of these traits evolved as
an adaptation to cold climates. Several investigators regard
the flat faces of current Northeast Asians as the result of
cold adaptation and/or biomechanical efficiency (Coon
1962; Hanihara 2000; Ishida 1992). However, more specific
tests aimed at detecting the signal of non-stochastic events
remain to be done in order to delimit the precise origin of
the extreme morphology observed among Circum-Arctic
groups (see above).
A Circum-Arctic continuum that persisted after the
formation of the Bering Strait is also supported by genetic
(Tamm et al. 2007; Zlojutro et al. 2006), linguistic (Campbell
1997; Greenberg et al. 1986) and archeological evidence
(Dixon 2001; Goebel et al. 2003). For instance, microblade
and burin industries appear synchronously in the archeolog-
ical records at Ushki (component 6) and in Alaska (the
Denali complex), shortly after 12,500 YBP (Goebel et al.
2002). This sudden and significant technology reorganization
could likely represent modern migrations of Northeast
Asians into the region.
Concluding Remarks
The above considerations indicate that some important
questions about American human evolution should be
Evo Edu Outreach (2011) 4:232–243 239
investigated from a Pan-American and Asian point of view
to enhance our understanding of the big picture. In our
view, these questions should revolve around processes and
the analyses of the expected patterns that a given process
will generate from the different types of evidence. This
epistemological, “model-bound” approach is, in our view,
much more fruitful than the mere interpretation of isolated
evidence a posteriori; and it naturally promotes integration
among different fieldwork studies, since the focus is
displaced from the putative advantages and disadvantages
of a given kind of data toward the testing of hypothesis
related to evolutionary processes. We have attempted to
exemplify such an approach by discussing the role of
bottlenecks during the Asian-American and North
American-South American connections and the importance
of recurrent gene flow and other population dynamic
processes around the Bering Strait. But the list of
evolutionary events that interacted to shape the current
and fascinating pattern of biological and cultural variation
among Native Americans is much more extensive and will
illuminate future debates around New World settlement.
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